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S U M M A R Y
Introduction: Methicillin-resistant Staphylococcus aureus (MRSA) is a pathogen of public health
importance. The prevalence of MRSA and its antimicrobial resistance pattern, as well as SCCmec and
spa types, remain unclear both in the community and in the hospitals of the western region of Iran.
Methods: One hundred MRSA isolates were collected from different hospitals in the west of Iran during
2010–2011. Antimicrobial susceptibility testing to 15 antimicrobial agents was carried out by disk agar
diffusion (DAD) method in accordance with the Clinical and Laboratory Standards Institute guidelines.
Vancomycin minimum inhibitory concentrations (MICs) were evaluated by a broth microdilution
method. The Etest was used for the detection of highly gentamicin-resistant MRSA. A combination of
single and multiplex PCR was used for the detection of different resistance genes, including beta-
lactamase, aminoglycoside modifying enzymes (AMEs), and macrolide–lincosamine, and for SCCmec
typing of MRSA isolates. Genotyping of MRSA isolates was performed via spa typing.
Results: All tested isolates were susceptible to quinupristin–dalfopristin, linezolid, and vancomycin, but
were resistant to penicillin (100%), erythromycin (50%), clindamycin (27%), and gentamicin (18%). MIC50
and MIC90 was 256 mg/ml among gentamicin-resistant MRSA. The most prevalent AME genes among
aminoglycoside-resistant isolates were aac(60)-1e-aph(200)-1a (77.8%), aph(30)-IIIa (38.9%), and ant(40)-1a
(27.8%). Nearly all tetracycline- and erythromycin-resistant MRSA had ermA and/or ermC but not ermB.
Five SCCmec types and subtypes, 13 spa types, and four BURP groups (A–D) were identiﬁed. SCCmec types
III (45%) and IVc (24%), spa type t701 (30%), and new spa type t12311 (15%) were the most prevalent
among MRSA isolates.
Conclusions: This study showed the emergence of MRSA with SCCmec type III and with spa types t12311,
t10740, t1234, t1991, and t2651 with different phenotypic and genotypic antimicrobial resistance in the
west of Iran. We found different SCCmec and spa types distributed among nosocomial and non-
nosocomial MRSA in the west of Iran.
 2014 The Authors. Published by Elsevier Ltd on behalf of International Society for Infectious Diseases.
This is an open access article under the CC BY-NC-SA license (http://creativecommons.org/licenses/by-
nc-sa/3.0/).
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Staphylococcus aureus is a major cause of many infections in
healthcare and community settings, and due to resistance to most
classes of antimicrobial agents, therapeutic options for these
infections are reduced dramatically.1 The emergence of methicil-
lin-resistant S. aureus (MRSA) among both hospital-acquired (HA)
and community-acquired (CA) infections highlights this species as
a potential pathogen that is able to adapt under the pressure of
antimicrobial agents.
Different classes of antibiotics have been applied to treat
staphylococcal infections, including beta-lactams, glycopeptides,
lipopeptide, oxazolidones, aminoglycosides, macrolides, tetracy-
clines, ﬂuoroquinolones, etc. Resistance against a wide variety of
antimicrobial agents, even to vancomycin – the drug of choice for
staphylococcal infections – is another important factor concerning
the treatment of infections caused by this bacterium. Strains
resistant to penicillin secrete beta-lactamase (through the blaZ
gene), which hydrolyzes the beta-lactam ring of antibiotics.
Resistance to methicillin is encoded by the staphylococcal cassette
chromosome mec (SCCmec) element, composed of the mec gene
complex, and the ccr (cassette chromosome recombinase) gene
complex, encoding the recombinase gene. Several molecular typing
methods such as SCCmec typing, spa typing, pulsed-ﬁeld gel
electrophoresis (PFGE), and multilocus sequence typing (MLST)
are used for the epidemiological characterization of MRSA isolates.2,3
SCCmec elements have been classiﬁed into 11 major types (I–
XI), some of which are differentiated further into subtypes. SCCmec
types I, II, and III have been associated more frequently with
hospital-acquired MRSA (HA-MRSA), and types IV and V have been
associated more frequently with community-acquired MRSA (CA-
MRSA).4–6
CA-MRSA differs from nosocomial MRSA in that it does not
generally belong to the major clonal groups of epidemic MRSA and
is susceptible to most non-beta-lactam antibiotics. In contrast,
nosocomial MRSA is generally multidrug-resistant.6,7 Although
infections caused by CA- and HA-MRSA are increasing worldwide
and there are several reports of their distributions in Iran,8 the
prevalence of MRSA in the western part of Iran remains uncertain
due to the lack of any large-scale studies on these strains.
The aims of the current study were to determine the SCCmec
and spa types, as well as the occurrence of the different resistance
genes, and also to correlate these with phenotypic antibiotic
susceptibility patterns, for CA- and HA-MRSA isolates in the
western region of Iran.
2. Materials and methods
2.1. Study population and S. aureus identiﬁcation
MRSA clinical isolates (n = 100), including 62 HA isolates
(recovered 48 h after hospital admission) and 38 potentially CA
isolates (recovered within 48 h of admission, or from those
admitted to the emergency ward with no information related to
admission date) were collected from six selected hospitals in the
west of Iran during June 2010 to June 2011 (http://www.cdcgov/
mrsa/healthcare/index.html).
All clinical isolates were identiﬁed as S. aureus by positive Gram
staining, the utilization of mannitol salt agar (Oxoid, Hampshire,
UK), and the production of coagulase.
2.2. Phenotypic identiﬁcation of MRSA
MRSA strains were identiﬁed by growth on Mueller–Hinton
agar (Oxoid, Hampshire, UK) including 6 mg/ml of oxacillin and 4%
NaCl.2.3. Antimicrobial susceptibility testing
Antimicrobial susceptibility testing was performed by disk agar
diffusion (DAD) method on Mueller–Hinton agar (HiMedia, India),
in accordance with the recommendations of the Clinical and
Laboratory Standards Institute (CLSI), using the following anti-
biotics: penicillin, gentamicin, tobramycin, amikacin, kanamycin,
clindamycin, tetracycline, erythromycin, ciproﬂoxacin, rifampin,
quinupristin–dalfopristin, linezolid, tigecycline, and imipenem.9
High-level resistance to gentamicin was evaluated using Etest
gentamicin strips (AB Biodisk, Solna, Sweden), as recommended by
the manufacturer. The minimum inhibitory concentration (MIC) of
vancomycin (from Sigma brand) was evaluated by a broth
microdilution method in accordance with the CLSI guidelines.9
In order to calculate the MIC50 and MIC90, the MICs of gentamicin
and vancomycin for each strain were sorted into ascending order.
The MIC50 was taken as the MIC that was the median value; the
MIC90 represented the concentration of antibiotic that would
inhibit 90% of the isolates tested. S. aureus ATCC 25923 was used for
quality control. All intermediate resistance phenotypes were
considered as resistant. Inducible resistance to clindamycin was
detected for those isolates that were susceptible to clindamycin
and resistant to erythromycin, by a double-disk diffusion test (D-
test), in accordance with the CLSI guidelines and previous
reports.9,10 Blunting of the inhibition zone around the clindamycin
disk was considered as positive for inducible clindamycin
resistance. S. aureus ATCC 29213 was used as the reference strain
for quality control purposes.
2.4. DNA extraction
The bacterial DNA extractions were performed using a modiﬁed
phenol-based DNA extraction method, as reported previously.11
2.5. PCR ampliﬁcation of different genes
All methicillin-resistant isolates were then examined for the
existence of mecA, femA, ermA, B, and C, blaZ, mupA, linA, msrA, and
AME, including aac(60)-aph(200), aph(30), ant(40), aph(200)-Ib, aph(200)-
Ic, and aph(200)-Id, by PCR with speciﬁc primers, as described
previously.10,12–20 PCR was performed in a ﬁnal volume of 25 ml
containing 1 PCR buffer, 2.5 mM MgCl2, 0.2 mM dNTPs, 15 mg/ml
template DNA, and 1.5 U Taq polymerase (Fermentas, Lithuania)
and the primer concentration as per a previous report.10,12–20 The
PCR protocol was carried out in accordance with previous
reports.10,12–20 Ampliﬁed products were analyzed by electropho-
resis on 1% agarose gel. DNA bands were observed by staining with
ethidium bromide and photographed under UV illumination.
Enterococcus faecalis strain JH2-2, which lacks AME genes, E.
faecalis strain 1070, which contains the aac(60)-Ie-aph(200), aph(30),
and ant(40) genes, and Enterococcus faecium strain 899, which
contains the aac(60)-Ie-aph(200), aph(200)-Id, aph(30), and ant(40)
genes, were used as controls.18 MRSA WBG525, which contains
mecA, femA, and blaZ, was used as control. Standard positive strains
for ermA–C, linA, msrA, mupA, aph(200)-Ib, and aph(200)-Ic were not
available in this study; therefore, in addition to checking the size of
the amplicon, negative strains were repeated twice for accuracy.
2.6. SCCmec and spa typing
A multiplex-PCR assay was performed for the typing of SCCmec
types and subtypes, as reported previously.21 Strains that were
non-typeable by the previous method were further characterized
using a combination of two SCCmec typing methods, as described
by Oliveira et al. in 2002 and Zhang et al. in 2005.13,22 MRSA
reference strains COL (SCCmec type I, ccr1), XU642 (EMRSA-16,
Table 1
Antimicrobial resistance patterns of HA- and CA-MRSA isolates
Antibiotics HA-MRSA
(n = 62), n (%)
CA-MRSA
(n = 38), n (%)
Total
(n = 100), n (%)
Penicillin 62 (100) 38 (100) 100 (100)
Oxacillin 62 (100) 38 (100) 100 (100)
Vancomycin 0 0 0
Clindamycin 18 (29.0) 9 (23.7) 27 (27)
Erythromycin 32 (51.6) 18 (47.4) 50 (50)
Gentamicin 12 (19.3) 6 (15.8) 18 (18)
Amikacin 12 (19.3) 5 (13.1) 17 (17)
Kanamycin 12 (19.3) 6 (15.8) 18 (18)
Tobramycin 12 (19.3) 6 (15.8) 18 (18)
Rifampin 11 (17.7) 3 (7.9) 14 (14)
Tetracycline 16 (25.8) 10 (26.3) 26 (26)
Quinupristin–dalfopristin 0 0 0
Linezolid 0 0 0
Tigecycline 1 (1.6) 0 1 (1)
Imipenem 3 (4.8) 0 3 (3)
MRSA, methicillin-resistant Staphylococcus aureus; HA, hospital-acquired; CA,
community-acquired.
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WBG9465 (EMRSA-15, SCCmec type IV, ccr2), and WIS (SCCmec
type V, ccrC)23 were used as controls.
spa typing was performed as described previously, and spa
types were assigned through the Ridom web server (http://
www.ridom.de/spaserver/) and analyzed by BURP (based upon
repeat pattern) algorithm.24 BURP parameters that excluded spa
types shorter than 5 repeats and grouped spa types if costs were 4
were adopted.25
2.7. Statistical analysis
Fisher’s exact test was employed to assess the correlation
between different antibiotic resistance, the relevant encoding
genes, SCCmec types, and spa types. In order to estimate the p-
value and its conﬁdence interval, the Monte Carlo method was
used. The data were analyzed using R software version 2.1.
3. Results
The distribution of MRSA isolates was assessed in the four
following provinces in the west of Iran: Ilam (26%), Hamadan
(25%), Lorestan (27%), and Kermanshah (22%). The samples
originated from wound (48%), blood (32%), urine (14%), sputum
(5%), and trachea (1%). Wound infections were considered as
wounds in patients with a trauma or injury to the skin or soft tissue
that was infected by S. aureus strains.Table 2
Distribution of different SCCmec types according to antibiotic resistance phenotype am
Antibiotic resistance phenotype CA-MRSA SCCmec types (n = 38) 
I III IVc IVd 
Penicillin (n = 100) 3 (7.9) 17 (44.7) 11 (28.9) 6 (16.7)
Oxacillin (n = 100) 3 (7.9) 17 (44.7) 11 (28.9) 6 (16.7)
Clindamycin (n = 27) 0 6 (66.7) 2 (5.3) 1 (11.1)
Erythromycin (n = 50) 3 (16.7) 7 (38.9) 3 (16.7) 4 (22.2)
Gentamicin (n = 18) 0 6 (100) 0 0 
Amikacin (n = 17) 0 5 (90) 1 (5.9) 0 
Kanamycin (n = 18) 0 6 (100) 0 0 
Tobramycin (n = 18) 0 6 (100) 0 0 
Rifampin (n = 14) 0 2 (50) 2 (50) 0 
Tetracycline (n = 26) 1 (10) 6 (60) 2 (20) 1 (10) 
Tigecycline (n = 1) 0 0 0 0 
Imipenem (n = 3) 0 0 0 0 
MRSA, methicillin-resistant Staphylococcus aureus; HA, hospital-acquired; CA, communIn total, 38% (38/100) of all isolates were recovered from
outpatients in the emergency department and classiﬁed as CA-
MRSA; 62% (62/100) were from different wards of selected
hospitals and were classiﬁed as HA-MRSA. Male surgery (30%),
female surgery (20%), female internal medicine (8%), and male
internal medicine (4%) were the most common wards for isolation
of HA-MRSA in this study. The distributions of mecA and femA
among MRSA isolates were 100% and 88%, respectively. All isolates
were susceptible to quinupristin–dalfopristin, linezolid, and
vancomycin (MIC ranges of 0.12–1 mg/ml; MIC50 0.25 mg/ml and
MIC90 1 mg/ml), but were resistant to penicillin (100%), oxacillin
(100%), erythromycin (50%), clindamycin (27%), ciproﬂoxacin
(23%), tetracycline (23%), gentamicin (18%), kanamycin (18%),
tobramycin (18%), amikacin (17%), rifampin (14%), tigecycline (1%),
and imipenem (3%).
As shown in Table 1, the antimicrobial resistance rates were
signiﬁcantly higher in HA-MRSA compared to CA-MRSA (29% vs.
23.7% for clindamycin, 51.6% vs. 47.4% for erythromycin, 19.3% vs.
13.1–15.8% for all aminoglycosides, and 17.7% vs. 7.9% for
rifampin; p  0.05); however, resistance rates to tigecycline were
similar among HA-MRSA and CA-MRSA (25.8% vs. 26.3%, respec-
tively). Also, resistance to tigecycline and imipenem was observed
only among HA-MRSA (1.6% and 4.8%, respectively).
SCCmec type III (45%), IVc (24%), and IVd (20%) were the most
prevalent types among MRSA isolates. The prevalences of SCCmec
types III (44.7% vs. 45.7%), IVd (16.7% vs. 22.6%), V (2.6% vs. 3.2%),
and I (8.1 vs. 7.9), but not of SCCmec type IVc (28.9% vs. 20.1%),
were lower in CA-MRSA isolates compared to HA-MRSA (Table 2).
A signiﬁcant difference was found in the distribution of SCCmec
type IVc between CA-MRSA and HA-MRSA (p  0.05), while the
differences in distribution of the other SCCmec types were not
signiﬁcant.
SCCmec type III was the most detected SCCmec type in Ilam,
Khorramabad, and Kermanshah city, with 73.1% (19/26), 40.7%
(11/27), and 36.7% (8/22), respectively, while SCCmec type IVd was
the most detected in Hamadan city, with 24% (9/25) (the
distribution of other SCCmec types among cities is given in the
Supplementary Material Table S1).
As shown in Table 3, spa typing of MRSA isolates identiﬁed 13
distinct spa types. BURP analysis clustered spa types into four
groups named A to D in this study. BURP group A included spa types
t12311, t021, and t037; BURP group B included spa types t1074 and
t1234; BURP group C included spa types t230 and t1149; and
ﬁnally BURP group D included spa types t230 and t11332. spa types
t701, t790, 1991, and t2651 were not assigned to any BURP group
and were identiﬁed as singletons. spa type t701 was the most
frequently identiﬁed genotype both in HA-MRSA and CA-MRSA
(30/100 MRSA isolates). spa types t12311, t021, and t037, which
were all assigned to BURP group A, were the other most frequentlyong CA- and HA-MRSA isolates
HA-MRSA SCCmec types (n = 62)
V I III IVc IVd IVd
 1 (2.6) 5 (8.1) 28 (45.7) 13 (20.1) 14 (22.6) 14 (22.6)
 1 (2.6) 5 (8.1) 28 (45.7) 13 (20.1) 14 (22.6) 14 (22.6)
 0 0 13 (20.1) 4 (22.2) 0 0
 1 (5.5) 5 (15.6) 18 (56.2) 14 (43.7) 1 (3.1) 1 (3.1)
0 0 10 (83.3) 1 (8.3) 0 0
0 0 9 (83.3) 1 (8.3) 0 0
0 0 10 (83.3) 1 (8.3) 0 0
0 0 10 (83.3) 1 (8.3) 0 0
0 0 6 (60) 3 (30) 1 (10) 1 (10)
0 0 12 (75) 3 (18.7) 0 0
0 0 0 1 (100) 0 0
0 0 1 (33.3) 1 (33.3) 0 0
ity-acquired.
Table 3
spa typing and BURP analysis for 100 MRSA
spa type Repeat ID (%) HA-MRSA (%) CA-MRSA (%) BURP group SCCmec types (%)
t701 11-10-21-17-34-24-34-22-25-25 30 16 14 Singleton III (11), IVd (11), IVc (5),V(1),I (2)
t12311 15-12-16-02-491-24 15 11 4 A III (12), IVc (2), V (1)
t021 15-12-16-02-16-02-25-17-24 11 6 5 A III (4), IVc (4), IVd(2), I (1)
t037 15-12-16-02-25-17-24 10 7 3 A III (7), IVc (2), I (1)
t10740 07-12-21-17-34-13-13-34-33-34 9 5 4 B IVc (4), III (3), IVd (1), V (1)
t790 26-23-13-23-31-29-17-25-17-25-16-28 5 3 2 Singleton III (2), I (3)
t436 04-21-12-41-20-17 4 3 1 D III (3), IVd (1)
t230 08-16-02-16-34 4 1 3 C III (1), IVc (2), IVd (2)
t11332 04-21-12-41-486-17-12-12-17 4 3 1 D IVd (2), IVc (2)
t1149 08-16-34-24-34-17-17 2 2 - C I (1),IVd (2)
t1234 07-23-12-12-34-34-34-33-34 2 2 - B IVd (1), IVc (1)
t1991 08-17 2 2 - Singleton IVc (2)
t2651 14-44-12-23-18-17 2 1 1 Singleton III (2)
BURP, based upon repeat pattern; MRSA, methicillin-resistant Staphylococcus aureus; HA, hospital-acquired; CA, community-acquired.
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and 10% of all MRSA strains, respectively. We report spa type
t12311 for the ﬁrst time from Iran and also in the world. The new
spa type t12311 was the most distributed in Ilam, with 46.7% (7/
15), and Lorestan, with 33.3% (5/15). spa type t12311 was
identiﬁed more frequently among HA-MRSA than CA-MRSA
(73.3% vs. 26.7%, respectively). Similarly, spa types t1149, t1234,
and t1991 were identiﬁed among HA-MRSA but not CA-MRSA.
SCCmec type IIIA was the most prevalent type found in all spa types
except for spa types t1149, t1234, and t1991. SCCmec types IVc,
IVd, and V were variably found among MRSA strains (Table 3 and
Supplementary Material Table S1).
Similar to other studies from Iran, some of the isolates belonged
to t037 and t790 SCCmec III, but most of the isolates were not in
agreement with other reports from Iran.26–28
All beta-lactam-resistant isolates harbored blaZ but not mupA
genes. Most erythromycin-resistant MRSA isolates had ermA and/
or ermC genes but not ermB. Three erythromycin-resistant isolates
had msrA. linA was detected in 16 isolates but only four
clindamycin-resistant isolates harbored this gene. The D-zone
was shown in two erythromycin-resistant and clindamycin-
sensitive MRSAs. The distribution of macrolide and lincosamine-
resistant genes among erythromycin- and clindamycin-resistant
isolates is shown in the Supplementary Material Table S1.Table 4
Distribution of SCCmec types, spa types, AME genes, and MIC values among gentamicin
Strain
number
Origin Ward MIC,
mg/ml
spa type 
1 Blood Women, internal 8 t10740 
2 Sputum Women, internal 32 t12311 
3 Blood Women, internal 64 t12311 
4 Wound Men, internal 64 t12311 
5 Blood Men, internal 128 t12311 
6 Blood Emergency department 128 t12311 
7 Urine Men, surgery 256 t12311 
8 Blood Men, surgery 256 t037 
9 Blood Men, surgery 256 t701 
10 Blood Men, surgery 256 t037 
11 Wound Emergency department 256 t12311 
12 Wound Emergency department 256 t701 
13 Wound Emergency department 256 t12311 
14 Wound Emergency department 256 t12311 
15 Blood Women, internal 256 t12311 
16 Urine Women, internal 256 t12311 
17 Blood Emergency department 256 t037 
18 Blood Women, surgery 256 t11332 
AME, aminoglycoside modifying enzymes; MIC, minimum inhibitory concentration; MRegardless of gene combinations, the most prevalent AME gene
was aac(60)-1e-aph(200)-1a (77.8%), followed by aph(30)-IIIa (38.9%)
and ant(40)-1a (27.8%). Of aminoglycoside-resistant staphylococci,
83.3% (15/18) contained at least one AME gene. Three isolates that
were resistant to gentamicin (16.7%), kanamycin (16.7%), tobra-
mycin (16.7%), and amikacin (17.6%) did not harbor any of the AME
genes (Supplementary Material Table S1 and Table 4). As shown
in Table 4, the MICs of gentamicin in the isolates without any AME
genes showed that one isolate had a MIC of 8 mg/ml and two had a
MIC of 256 mg/ml. The coexistence of two or three AME genes
was detected in gentamicin-resistant isolates. Gentamicin MIC
ranged between 8 and >256 mg/ml. Both MIC50 and MIC90 of
gentamicin among gentamicin-resistant MRSA isolates were
>256 mg/ml. Fourteen out of 18 (77.8%) isolates had MIC 128–
256 mg/ml and were considered highly gentamicin-resistant
MRSA, among which 42.8% (6/14) harbored at least aac(60)-1e-
aph(200)-1a and 42.8% (6/14) harbored at least two or three AME
genes. Two highly gentamicin-resistant MRSA did not harbor any
AME genes. The majority of gentamicin-resistant MRSA (83.3%)
belonged to SCCmec type IIIA, and 66.7% had a MIC of 256 mg/ml.
spa types t12311 (12/18) and t037 (3/18) that belonged to BURP
group A were the most distributed among gentamicin-resistant
MRSA. Nearly all gentamicin-resistant MRSA harbored at least two
AME genes.-resistant MRSA
BURP
group
SCCmec
type
AME genes
aac(60)-1e-
aph(200)-1a
aph(30)-
IIIa
ant(40)-
1a
B IVc   
A III + + 
A III +  
A III +  +
A III +  +
A III  + 
A III   
A III +  
Singleton III +  
A III + + 
A III   
Singleton III +  
A III + + +
A IVc + + 
A III + + +
A V + + +
A III +  
A III +  
RSA, methicillin-resistant Staphylococcus aureus; BURP, based upon repeat pattern.
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MRSA is one of the major causes of nosocomial and community-
acquired infections throughout the world. A recent systematic
review and recent meta-analyses show that the rate of MRSA in
Iran is high and varies between 20.4% and 90% in different areas of
the country.29 To date, different studies have been focused on the
distribution and phenotypic and genotypic characteristics of
antimicrobial resistance among MRSA isolates in Iran.11,14,20,30–
33 However, this is the ﬁrst large-scale study of antimicrobial
susceptibility patterns, different encoding resistance genes, and
SCCmec and spa types in MRSA isolates in the west of Iran.
Like other studies from Iran,8,34–36 most isolates were sensitive
to vancomycin (100%), quinupristin–dalfopristin (100%), linezolid
(100%), tigecycline (99%), and imipenem (97%). These results
showed that these antibiotics, especially vancomycin, can still be
used to treat different staphylococcal infections in Iran, although
some cases of resistance have been reported from this country.26,37
In this study, 88% of all mecA-positive isolates harbored the
femA regulating gene, thus conﬁrming previous data showing that
the presence of femA confers high-level resistance to methicillin in
S. aureus.38,39
Surprisingly, the rate of resistance to aminoglycosides among
MRSA isolates found in the present study was lower than that
reported in other studies. This event could be explained by the low
number of MRSA isolated from the different provinces of the west
of Iran, or by the low level of aminoglycoside prescription during
the treatment of MRSA infections. The ﬁrst reason is probably
closest to the reality and is in accordance with an analysis of
antimicrobial susceptibility done in Ilam Province (data not
shown) that showed nearly 44.4% (n = 12/27) of MRSA isolates
to be resistant to gentamicin. This resistance proﬁle in Ilam
Province is also fairly consistent with other reports from Iran.40
Although resistance to aminoglycoside drugs has emerged
worldwide, these drugs alone and in combination with other
antibiotics have important effects in the treatment of staphylo-
coccal infections.20,40–42
Mounting evidence indicates a key role of aac(60)-1e-aph(200)-1a
and aph(30)-IIIa in resistance to gentamicin, tobramycin, kanamy-
cin, and amikacin in staphylococci. In accordance with these
studies, aac(60)-1e-aph(200)-1a and aph(30)-IIIa genes were distrib-
uted widely among aminoglycoside-resistant MRSA isolates in
western Iran, with prevalences of 77.8% and 38.9%, respectively,
regardless of their gene combinations.40–42
However, only three out 18 gentamicin-, kanamycin-, and
tobramycin-resistant MRSA and three out of 17 amikacin-resistant
MRSA had no AME-encoding genes. Also, no AME-encoding genes
were found among the aminoglycoside-susceptible MRSA isolates,
which may be another possible explanation for the low percentages
of resistance against aminoglycosides in this study. In agreement
with previous studies,21,42,18 aac(60)-1e-aph(200)-1a alone and in
combination with aph(30)-IIIa and ant(40)-1a was the most prevalent
AME gene among the highly gentamicin-resistant MRSAs.38,42,43
Additional epidemiological information was provided by spa
genotyping of MRSA isolates. The majority (66%; 66/100 MRSA) of
HA-MRSA and CA-MRSA isolates were assigned to spa type t701
(identiﬁed in 30% of MRSA isolates) and spa types t12311, t021, and
t037 (all assigned to BURP group A, identiﬁed in the other 36% of
MRSA strains), thus suggesting that the increase in MRSA isolation
in western Iran is attributable to the spread of a limited number of
genotypes.
The majority of aminoglycoside-resistant isolates belonged to
HA-MRSA SCCmec type III spa type t12311 and t037 that in case of
t037 and t790 was in consistent with other reports from Iran. We
report spa type t12311 for the ﬁrst time.26–28 SCCmec type III
contained different resistance genes including AME-encodinggenes that were located on transposons and plasmids integrated
into the SCCmec element.13,20 On the other hand, these results
show that resistance to aminoglycosides is more common among
nosocomial infections.
Another resistance mechanism that was evaluated in this study
was macrolide–lincosamide resistance among MRSA isolates. In
accordance with a previous report from Iran,14 resistance rates to
erythromycin and clindamycin were 50% and 27%, respectively. The
rates of constitutive and inducible resistance against macrolides
were 26% and 2%, respectively, which are lower than those reported
in other studies.14,44,45 Unlike other studies in which ermA had the
most important role in macrolide resistance,46,47 this study showed
ermC to be the most prevalent gene among macrolide-resistant
MRSA in the west of Iran and that ermB does not play an important
role in macrolide-resistant MRSA, which is contradictory to previous
reports from Iran.14Similar to other studies, no ermB gene was found
among macrolide-resistant MRSA isolates. In similar studies, the
prevalence rate of ermB was seen in just a few erythromycin-
resistant staphylococci.45 The results showed that resistance to
erythromycin was due to ermC among MRSA isolates in Iran.
We found a correlation between SCCmec types III–spa types
t701/t12311 among HA-MRSA in the west of Iran (p  0.05).
Distribution patterns of SCCmec types and spa types in CA-MRSA
and HA-MRSA in this study were not consistent with the previously
deﬁned SCCmec types, because SCCmec types IV and V, associated
with CA-MRSA, have now been introduced into the hospital setting
and cause nosocomial infections. Also, nosocomial SCCmec type III
has spread from the hospital to the community and vice versa.
SCCmec type IIIA–spa types t701/t12311 was the predominant type
among all CA- and HA-MRSA isolates and showed variable
antimicrobial resistance phenotypes and genotypes. Other than
SCCmec type III–spa types t701/t12311 that was conﬁrmed to
harbor different resistance genes, no other correlations between
other SCCmec types and antimicrobial susceptibilities were found.
The MRSA isolates with the SCCmec type III–spa types t701/t112311
genotype were obtained from patients in different provinces during
the study period, suggesting that cross-infection was a factor in the
maintenance of this MRSA SCCmec type III– spa types t701/t12311
in hospitals located in the west of Iran. Similar to this study,
studies from Kuwait, Saudi Arabia, Thailand, and some Asian
countries have shown MRSA with the SCCmec type III genotype
to be common among the hospitals of those countries.8,46–50
Finally, it appears that spa typing in combination with SCCmec
typing provides useful information for determining the epidemio-
logic relationship of a group of MRSA isolates recovered in the
hospitaland/or community inthe westof Iran.Also, the results of this
studyshowed thatresistanceagainstmanyantibioticshas decreased
in the west of Iran and that these could therefore be very promising
antimicrobial agents for the treatment of MRSA infections.14,41
To determine the exact antimicrobial susceptibility proﬁles and
their encoding resistance genes among MRSA isolates in the
community and hospital settings in the west of Iran, comprehensive
research and a large-scale study including more data on phenotypic
and genotypic characteristics of MRSA are needed.
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